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Abstract A set of proposals to rationalize and extend the
taxonomy of the family Parveviridae is currently under
review by the International Committee on Taxonomy of
Viruses (ICTV). Viruses in this family infect a wide range
of hosts, as reflected by the longstanding division into two
subfamilies: the Parvovirinae, which contains viruses that
infect vertebrate hosis, and the Densovirinae, encompass-
ing viruses that infect arthropod hosts. Using a modified
definition for classification into the family that no longer
demands isolation as long as the biological context is
strong, but does require a near-complete DNA sequence,

134 new viruses and virus variants were identified. The
proposals introduce new species and genera into both
subfamilies, resolve one misclassified species, and improve
taxonomic clarity by employing a series of systematic
changes. These include identifying a precise level of
sequence similarily required for viruses to belong to the
same genus and decreasing the level of sequence similarity
required for viruses to belong to the same species. These
steps will facilitate recognition of the major phylogenetic
branches within genera and eliminate the confusion caused
by the near-identity of species and viruses. Changes Lo
taxon nomenclature will establish numbered, non-Latinized



